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We report the draft genome sequence of Stenotrophomonas maltophiliaUV74, isolated from a vascular ulcer. This draft genome
sequence shall contribute to the understanding of the evolution and pathogenicity of this species, particularly regarding isolates
of clinical origin.
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Although Stenotrophomonas maltophilia is an uncommonagent in human bacterial diseases, it can lead to serious nos-
ocomial infections in immunocompromised patients (1, 2). The
high genetic diversity exhibited by S. maltophilia clinical isolates
represents a major limitation for the study of its epidemiology (3,
4). A more alarming characteristic is that most isolates are found
to have intrinsic or acquired resistance mechanisms to a large
number of antibiotic classes (5). Moreover, the formation of bio-
films through quorum-sensing (QS) signals reduces antimicrobial
effectiveness (5). S. maltophilia strain UV74 was isolated from a
vascular ulcer in the Hospital Municipal de Badalona (Barcelona,
Spain) during 2009. UV74 is a multidrug-resistant (MDR) organ-
ism, showing resistance to amikacin, imipenem, tetracycline,
kanamycin, ciprofloxacin, and norfloxacin (6). This isolate also
showed significantly high virulence in a zebrafish infection model
and formed biofilm and adhered to HeLa cells (6). In this isolate,
the diffusible signal factor (DSF)-mediatedQS system is regulated
by a new rpf cluster variant (7).
Genomic DNA was extracted with a GenElute bacterial
genomicsDNAkit (Sigma-Aldrich). TwodifferentDNA fragment
libraries were created and whole-genome sequencing was per-
formed using Illumina MySeq technology at the genomics core
facility of Universitat Autònoma de Barcelona, obtaining two dif-
ferent samples of reads. Paired-end reads were scanned for adapt-
ers using the NCBI UniVec library and the UCSC blat program
(8). Detected adapters were selected and removed with Cutadapt
(9) and Skewer (10) and the remaining reads were trimmed to
different sizes according to the quality results obtained with
FastQC. All possible combinations of trimmed reads from both
samples were assembled de novo with VelvetOptimiser 2.2.5 (11),
relying onVelvet 1.2.0 (12). Contig reorder and improvement was
performed with the programs ABACAS and IMAGE, respectively,
from the PAGITpackage version 1 (13). As a last step, contigswere
reordered once again with Mauve (14), using the S. maltophilia
D457 complete genome (15) as the template. The final assembly
resulted in 179 contigs (GC content of 66.65%)with anN50 contig
size of 44,960 nucleotides and covering a total of 4,889,583 bp. The
average length of the contigs is 27.3 kb, and the largest contig is
283,791 bp long.
Genome annotation was performed by the NCBI Prokaryotic
Genome Annotation Pipeline version 2.10 (rev. 463717), and
4,546 genes were predicted, of which there are 4,382 coding gene
sequences (CDS), 89 pseudogenes, 6 rRNAs (5S, 16S, and 23S), 68
tRNAs, and 1 noncoding RNA (ncRNA). Previous multilocus se-
quence typing (MLST) analysis revealed that UV74 belongs to a
new sequence type (http://pubmlst.org/smaltophilia/), being ge-
netically very similar to the model MDR strain D457 (15) and the
clinical isolate M30 (16), all three clustering in the same genomic
group. Among the predicted CDS of UV74, 3,653 (83.4%) are
shared by all three strains, with 299 CDS (6.8%) being exclusive to
UV74. Despite the genetic similarity between the three strains in
this genomic group, most of their core proteins (77%) showed
some degree of variability. Consequently, this new genome may
contribute to our understanding of how these bacteria evolve to
adapt to different environments.
Nucleotide sequence accessionnumbers.Thiswhole-genome
shotgun project has been deposited at DDBJ/EMBL/GenBank un-
der the accession number LBFT00000000. The version described
in this paper is version LBFT01000000.
ACKNOWLEDGMENTS
This work has been supported in part by the Seventh Research Framework
Programme of the European Union (Health F3. 2009-223101), the Span-
ish MICINN (BFU2010-17199), and the Catalan AGAUR (2014SGR-
1280).
We thank A. Calderón and T. Falgueras, from Badalona Serveis Assis-
tencials (Hospital Municipal de Badalona), for providing the strain.
REFERENCES
1. Berg G, Martinez JL. 2015. Friends or foes: can we make a distinction
between beneficial and harmful strains of the Stenotrophomonas malto-
crossmark
Genome AnnouncementsMay/June 2015 Volume 3 Issue 3 e00611-15 genomea.asm.org 1
 o
n
 M
ay 21, 2016 by guest
http://genom
ea.asm
.org/
D
ow
nloaded from
 
philia complex? Front Microbiol 6:241. http://dx.doi.org/10.3389/
fmicb.2015.00241.
2. Brooke JS. 2012. Stenotrophomonas maltophilia: an emerging global op-
portunistic pathogen. Clin Microbiol Rev 25:2–41. http://dx.doi.org/
10.1128/CMR.00019-11.
3. Gherardi G, Creti R, Pompilio A, Di Bonaventura G. 2015. An overview
of various typing methods for clinical epidemiology of the emerging
pathogen Stenotrophomonas maltophilia. Diagn Microbiol Infect Dis 81:
219–226. http://dx.doi.org/10.1016/j.diagmicrobio.2014.11.005.
4. Valdezate S, Vindel A, Martín-Dávila P, Del Saz BS, Baquero F, Cantón
R. 2004. High genetic diversity among Stenotrophomonas maltophilia
strains despite their originating at a single hospital. J Clin Microbiol 42:
693–699. http://dx.doi.org/10.1128/JCM.42.2.693-699.2003.
5. Brooke JS. 2014. New strategies against Stenotrophomonas maltophilia: a
serious worldwide intrinsically drug-resistant opportunistic pathogen.
Expert Rev Anti Infect Ther 12:1– 4. http://dx.doi.org/10.1586/
14787210.2014.864553.
6. Ferrer-Navarro M, Planell R, Yero D, Mongiardini E, Torrent G, Huedo
P, Martínez P, Roher N, Mackenzie S, Gibert I, Daura X. 2013. Abun-
dance of the quorum-sensing factor Ax21 in four strains of Stenotroph-
omonasmaltophilia correlates withmortality rate in a new zebrafishmodel
of infection. PLoS One 8:e67207. http://dx.doi.org/10.1371/ journal-
.pone.0067207.
7. Huedo P, Yero D, Martínez-Servat S, Estibariz I, Planell R, Martínez P,
Ruyra A, Roher N, Roca I, Vila J, Daura X, Gibert I. 2014. Two different
rpf clusters distributed among a population of Stenotrophomonas malto-
philia clinical strains display differential diffusible signal factor produc-
tion and virulence regulation. J Bacteriol 196:2431–2442. http://
dx.doi.org/10.1128/JB.01540-14.
8. Kent WJ. 2002. BLAT—the BLAST-like alignment tool. Genome Res 12:
656–664. http://dx.doi.org/10.1101/gr.229202.
9. Martin M. 2011. Cutadapt removes adapter sequences from high-
throughput sequencing reads. 17:10–12.
10. Jiang H, Lei R, Ding S-W, Zhu S. 2014. Skewer: a fast and accurate
adapter trimmer for next-generation sequencing paired-end reads. BMC
Bioinformatics 15:182. http://dx.doi.org/10.1186/1471-2105-15-182.
11. Zerbino DR. 2010. Using the Velvet de novo assembler for short-read
sequencing technologies. Curr Protoc Bioinformatics Chapter 11:Unit
11.5. http://dx.doi.org/10.1002/0471250953.bi1105s31.
12. Zerbino DR, Birney E. 2008. Velvet: algorithms for de novo short read
assembly using de Bruijn graphs. Genome Res 18:821–829. http://
dx.doi.org/10.1101/gr.074492.107.
13. Swain MT, Tsai IJ, Assefa SA, Newbold C, Berriman M, Otto TD. 2012.
A post-assembly genome-improvement toolkit (PAGIT) to obtain anno-
tated genomes from contigs. Nat Protoc 7:1260–1284. http://dx.doi.org/
10.1038/nprot.2012.068.
14. Darling AC, Mau B, Blattner FR, Perna NT. 2004. Mauve: multiple
alignment of conserved genomic sequence with rearrangements. Genome
Res 14:1394–1403. http://dx.doi.org/10.1101/gr.2289704.
15. Lira F, Hernández A, Belda E, Sánchez MB, Moya A, Silva FJ, Martínez
JL. 2012. Whole-genome sequence of Stenotrophomonas maltophilia
D457, a clinical isolate and a model strain. J Bacteriol 194:3563–3564.
http://dx.doi.org/10.1128/JB.00602-12.
16. Huedo P, Conchillo-Solé O, Yero D, Martínez-Servat S, Daura X,
Gibert I. 2014. Draft genome sequence of Stenotrophomonas maltophilia
strain M30, isolated from a chronic pressure ulcer in an elderly patient.
Genome Announc 2(3):e00576-14. http://dx.doi.org/10.1128/
genomeA.00576-14.
Conchillo-Solé et al.
Genome Announcements2 genomea.asm.org May/June 2015 Volume 3 Issue 3 e00611-15
 o
n
 M
ay 21, 2016 by guest
http://genom
ea.asm
.org/
D
ow
nloaded from
 
